A bacterial strain, designated Aeromonas sp. kumar, was isolated from a water sample collected from Red tide Bloom occurred in the region of Gulf of Mannar region, Puthumadam Coast, India and the strain was identified using 16S rRNA based identification. During the sample collection, microbiology analysis was done to study the morphology of the bacteria. Pure culture of strain was maintained through out the study. DNA was isolated and sequenced using 16S rRNA primers. A length of 1452 nucleotide was sequenced and was put in public data base for obtaining accession number. The sequence was studied using MEGA 4, to estimate the evolutionary distances and to construct the Phylogenetic tree. Along with that Regulatory elements and Transcription factors were studied using BPROM tool. In genetics, a promoter is a region of DNA that facilitates the transcription of a particular gene. Promoters are typically located near the genes they regulate, on the same strand and upstream (towards the 5' region of the sense strand). The objective of the study is to predict the regulatory elements which are -10 box, -35box and three Transcription Factors 
Oceanimonas, Oceanisphaera and Zobellella of the family Aeromonadaceae and of the genus Vibrio within the family Vibrionaceae were used for phylogenetic analysis. The above sequences were multi-aligned using Clustal W 9 , a general purpose software program for multiple sequence alignment and edited manually. Aligned Sequences were studied using MEGA 4 10 software for phylogenetic inference. To obtain a confidence value for the aligned sequence dataset, bootstrap analysis of 100 replications was done using MEGA 4. Phylogenetic tree was constructed using the reference strains by neighbour joining method based on Kimura two parameter distance 11 . Irrespective of the tree generation topologies software packages used, the overall tree topologies were similar in all cases. Phylogenetic analysis revealed the strain Aeromonas sp. kumar fall with the radiation of the family Aeromonadaceae (neighbour-joining analysis shown in Figure 1) . The phylogenetic analysis also shows that the closest relative was Aeromonas veronii strain CYJ108 12 Table. 1. There is no TF for the second promoter region in Figure. 2. In conclusion, the r-RNA based analysis is a central method in microbiology used not only to explore the microbial diversity but also used as a method for bacterial identification.
In the present study genomic DNA was extracted from the strain and 16S rRNA 
